ABSTRACT Shigella spp. are enteric pathogens that cause shigellosis. We report here the high-quality whole-genome sequences of 59 historical Shigella strains that represent the four species and a variety of serotypes.
S
higellosis is an acute enteric disease; symptoms may include severe diarrhea with mucoid bloody stools, abdominal cramps, and tenesmus (1) . Shigella species are endemic to most developing countries and are estimated to cause over 80 million cases of bloody diarrhea and 700,000 deaths each year, the majority of which occur among children less than 5 years of age (2) . Here, we report the availability of high-quality genome sequences for 59 Shigella strains generated via PacBio sequencing.
The DNA of the isolates was extracted using the ArchivePure DNA extraction kit standard protocol (5 Prime, Gaithersburg, MD). Library construction and PacBio sequencing were conducted as previously described (3), and DNA was sheared to an approximate length of 20 kb via needle shearing. BluePippin (Sage Scientific, Beverly, MA) was used to size select the sheared DNA. Sheared DNA and standard library protocols from a DNA template preparation kit (Pacific Biosciences, Menlo Park, CA) were used to generate large SMRTbell libraries. All strains were sequenced on one single-molecule real-time (SMRT) cell. Completed libraries were then bound to proprietary P6 v2 polymerase and sequenced using C4 chemistry on a PacBio RS II sequencer for 360-min movies (3). The sequence reads underwent de novo assembly using the PacBio Hierarchical Genome Assembly Process version 3 (4). For 49 strains (designated in Table 1 ), the sequence order in the resulting PacBio assembly for the chromosomes was verified using restriction enzyme NcoI and AflII whole-genome mapping (OpGen, Gaithersburg, MD). Table 1 lists the strain numbers, species, serotypes, accession numbers, genome and plasmid sizes, and the availability of an optical map that could be aligned to the PacBio genome sequence. One chromosomal sequence was obtained for all but seven genomes. The average genome coverage was 133.7ϫ. The average GϩC content was 51.1%. The assemblies of 14 isolates failed to be circularized, likely due to unresolved or collapsed repeat regions. Noncircular assemblies in Table 1 are noted. Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 . The versions described in this paper are the first versions.
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